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C. albicans H. sapiens

Min Max Min Max

14 100 11 33 Ca_Hst3_HDA
12 51 13 100 Hs_Sirt1_HDA
11 100 13 51 Ca_Hst1_HDA

8 100 10 46 Ca_Sir2_HDA

11 100 11 48 Ca_Hst2 HDA
10 48 11 100 Hs_Sirt2_HDA

11 46 12 100 Hs_Sirt3_HDA

10 26 10 100 Hs_Sirt6_ HDA

10 27 9 100 Hs_Sirt7_HDA

1 28 12 100 Hs_Sirt4_HDA

9 28 11 100 Hs_Sirt5_ HDA

8 17 9 18 Ca_Set3_HDA

8 100 10 25 Ca_Hos3_HDA
13 100 9 45 Ca_Hda1_HDA
1 4 12 100 Hs_HDAC7_HDA
14 43 12 100 Hs_HDAC9_HDA
13 44 13 100 Hs_HDAC4_HDA
12 42 12 100 Hs_HDAC5_HDA
11 45 10 100 Hs_HDAC6_HDA2
11 40 10 100 Hs_HDAC10_HDA
11 42 10 100 Hs_HDAC6_HDA2
8 100 11 38 Ca_Hos1_HDA
13 45 9 100 Hs_HDAC8 HDA
12 100 10 63 Ca_Hos2 HDA

1 66 10 100 Hs_HDAC3_HDA
10 70 12 100 Hs_HDAC1_HDA
10 70 11 100 Hs_HDAC2_HDA
14 100 12 68 Ca_Rpd31_HDA
11 100 9 70 Ca_Rpd32_HDA

Supplementary Table 2. Percent identity matrix of the histone deacetylase domains of HDACs from C. albicans and human.
Sequences have been downloaded from NCBI and aligned with Clustal Omega (McWilliam et al., 2013) and the percent identity matrix was
downloaded. Gray shades highlight the level of identity between entries. Set3 has been highlighted in red as the most divergent HDAC from
human ones. Minimal and maximal values of the matrix are indicated for histone deacetylase domains from C. albicans and H. sapiens.
HDA, histone deacetylase domain.
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